• Several poses are used during search -Derive ligand:residue jump -Kinematics from a full-atom pose -Trimmed pose speeds scoring * -Score from a centroid pose * • needed for lo-res search phase • kinematically synced w/ full atom pose
Impl. in Mini: Multiple Poses

Prediction Performance
• Can we recover -Native structure? -Native sequence? -Native loop length?
• Benchmark 
hGDA=>hCD -Conclusions
• Modeling in mini -Structurally accurate to < 1 Å -Functionally incomplete?
• sequence => structure => function
